RESULT 7 
S38908 

glutathione reductase (NADPH) (EC 1.6.4.2) - common tobacco (fragment) 
C/Species: Nicotiana tabacum (common tobacco) 

C;Date: 22-Jan-1994 #sequence_revision 10-Nov-1995 #text_change 03-Nov-2000 

C; Access ion: S3 8 908 

R;Creissen, G. ; Mullineaux, X.Y.Z. 

submitted to the EMBL Data Library, November 1993 

A;Reference number: S38908 

A/Accession: S38908 

A; Molecule type: mRNA 

A/Residues: 1-557 <CRE> 

A;Cross-references: EMBL : X762 93 / NID:g431954; PIDN : CAA53 925 . 1 ; PID:g431955 
C; Superf amily : dihydrolipoamide dehydrogenase; dihydrolipoamide dehydrogenase 
homology 

C;Keywords: FAD; f lavoprotein; NADP; oxidoreductase ; redox-active disulfide 
F; 83 -52 8 /Domain : dihydrolipoamide dehydrogenase homology <DLD> 
F; 12 7 -13 2 /Disulfide bonds: redox-active #status predicted 

Query Match 27.5%; Score 791.5; DB 2; Length 557; 

Best Local Similarity 38.0%; Pred. No. 1.3e-49; 
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